ABSTRACT We announce the nearly complete mitochondrial genome sequences of two hexactinellid sponges, Bathydorus laniger and Docosaccus maculatus. A contiguous region of over 15,000 bp was sequenced from each genome. An uncommon structural element was identified as a series of repetitive elements with sequences matching cob in the genome of D. maculatus. . Tissue samples were frozen in liquid nitrogen and stored at Ϫ80°C. DNA was extracted under liquid nitrogen according to DNeasy animal and blood tissue extraction kit protocols (Qiagen, USA). Mitochondrial DNA (mtDNA) was sequenced using primer walking with standard PCR, long PCR (2), and restriction digestion and cloning. Sequences were assembled using Geneious version 5.3 (3). Coding regions were identified using BLAST searches (GenBank), followed by a comparison of gene translations in Geneious. tRNA sequences were predicted using tRNAscan-SE (4).
